. Similar gene classes are represented in the sets of genes induced in pseudohyphae and hyphae generated by UME6 expression levels in a steady state culture. Genes induced in hyphae at least 2-fold in response to constitutive high-level UME6 expression in the absence of Dox (as defined in Table 1 and described in Dataset S1) and genes induced in pseudohyphae at least 2fold in response to intermediate levels of UME6 expression in the presence of 0.1 g/mL Dox (as defined in Table 1 and described in Dataset S2) were categorized by biological process and represented as a percentage of the entire hyphal-induced and pseudohyphal-induced gene sets, respectively. The GO Slim Mapper tool, available at the Candida Genome Database, was used to classify genes based on process ontology. Table S1 and listed in Dataset S3) and genes induced in pseudohyphae at least 2-fold at the 3 hr. time point in the absence of Dox relative to the 0 hr. time point (as defined in Table S1 and listed in Dataset S4) were categorized by biological process and represented as a percentage of the entire hyphal-induced and pseudohyphal-induced gene sets, respectively. The GO Slim Mapper tool, available at the Candida Genome Database, was used to classify genes based on process ontology. Table 3 and described in Dataset S5) and genes reduced in pseudohyphae at least 2-fold at the 3 hr. time point in the presence of Dox, relative to the 0 hr. time point (as defined in Table 3 and described in Dataset S6), were categorized by biological process and represented as a percentage of the entire yeast-reduced and pseudohyphalreduced gene sets, respectively. The GO Slim Mapper tool, available at the Candida Genome Database, was used to classify genes based on process ontology. Dataset S1. Genes induced in hyphae generated by constitutive high-level UME6 expression in a steady state culture. All genes show a > 2-fold mean induction (n=2) in the absence vs. presence of 20 g/mL Dox and are defined as described in Table 1 .
Dataset S2. Genes induced in pseudohyphae generated by constitutive intermediate-level UME6
expression in a steady state culture. All genes show a > 2-fold mean induction (n=2) in the presence of 0.1 g/mL vs. 20 g/mL Dox and are defined in Table 1 .
Dataset S3. Genes induced in hyphae generated by UME6 expression over a time course. All genes show a mean induction > 2-fold at the 10 hr. time point in the absence of Dox relative to the 0 hr. time point (n=2) as defined in Table S1 . Dataset S4. Genes induced in pseudohyphae generated by UME6 expression over a time course. All genes show a mean induction > 2-fold at the 3 hr. time point in the absence of Dox relative to the 0 hr. time point (n=2) as defined in Table S1 . 
